Supplementary Tables
contains the batch-corrected log 2 counts per million for the 12,728 Ensembl genes analyzed in this study for each of the 156 samples. The column names are in the format "individual.infection.time". It can be downloaded from http://giladlab.uchicago.edu or https://bitbucket.org/jdblischak/tb-data.
(TXT)
Supplementary Table S2 -available for download from our lab website Supplementary Table S2 contains the differential expression statistics from limma. This includes the log 2 fold change (logFC), average expression level (AveExpr), t-statistic (t), p-value (P.Value), q-value (adj.P.Val), and log-odds (B). The column names also contain the infection and timepoint for the given comparison. It can be downloaded from http://giladlab.uchicago.edu or https://bitbucket.org/jdblischak/tb-data.
Supplementary Table S3 -provided as a separate file   Supplementary Table S3 contains the assigned expression patterns for the 12,728 Ensembl genes analyzed in this study for each of the three analyses in Figures 2, 3 , and 4. The columns "full_time_course", "time_18h", and "time_48h" correspond to Table S4 -provided as a separate file   Supplementary Table S4 contains the assigned expression patterns for the 12,728 Ensembl genes analyzed in this study for each of the three analyses in Figures 2, 3 Cormotif does not distinguish between the direction of the effect when assigning a gene to a given expression pattern. For example, a gene that is upregulated in one infection but downregulated in another is indistinguishable from a gene that is upregulated in response to both infections. However, in this data set, this is a rare effect. We calculated the percent concordance for the genes in the expression patterns from the three separate analyses. We infected monocyte-derived macrophages isolated from six healthy donors with the bacteria described in Table 1 . We isolated RNA for sequencing at 4, 18, and 48 hours post- 4. "4h" -Genes that respond to 4 hours post-infection with any bacteria.
"non-MTB" -Genes that respond at 4, 18, and 48 hours post-infection to bacteria that are not MTB or BCG (attenuated M. bovis).
6. "Virulent-18h" -Genes that respond 18 hours post-infection with virulent bacteria. 11. "4&18h" -Genes that respond 4 and 18 hours post-infection with any bacteria.
12. "18&48h" -Genes that respond 18 and 48 hours post-infection with any bacteria.
13. "18&48h+Yers-Salm-4h" -Genes that respond 18 and 48 hours post-infection with any bacteria and 4 hours post-infection with Y. pseudotuberculosis or S.
typhimurium.
14. "All" -Genes that respond at 4, 18, and 48 hours post-infection with any bacteria.
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Supplementary Figure S4 Supplementary Figure S4 . Expression of genes involved in phagosome maturation.
RAB22A, RAP2A, and ATP6V1D are upregulated in response to infection with mycobacteria at 18 hours; whereas, RAB3A and RAB33A are downregulated (pattern "MTB" in In addition to the difference in technology, the macrophages were isolated via positive selection in our study and negative selection in theirs. Despite these differences, we still observe a common transcriptional signature of infection when performing principal components analysis (PCA).
A) PC1 is the expected batch effect between the two experiments.
B) Plotting PC2 versus PC3, the infected samples at 18 and 48 hours (when there is a strong transcriptional response; see Figure 1A ) from the two different studies cluster together.
The quantile-normalized data from Tailleux et al., 2008 2 is available at https://bitbucket.org/jdblischak/tb-data.
